Crystal structure of wild type human Survivin co-crystallized with H3T3ph(1-12) peptide.
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Supplemental References Figure S1 . Crystal structure of wild type human Survivin co-crystallized with H3T3ph(1-12) peptide.
The Survivin molecule is represented in green, histone H3T3ph in sticks. The first four residues have clearly identifiable side chains, Q5 and T6 are more disordered. (A) The structure of hSurvivin with bound H3T3ph peptide was used as a query to search the PDB database. Only proteins with BIR domains that are binding peptide through its Nterminus where taken for comparison. Structure alignment was done in Swiss-PdbViewer (Guex and Peitsch, 1997) program. Progressive dark shading indicates identity between 80% and 100%. Only BIR domains of the analyzed proteins are presented in the alignment.
Numbers on the left side of alignment indicate the residue from which alignment begins, numbers on the right are the last residues taken into alignment. Numbers above the alignment indicate the residue numbering in hSurvivin. Proteins included in the alignment: human BIRC5/Survivin (PDB ID: 3UEC), human BIRC7/ML-IAP (PDB ID: 1OXN, (Franklin et al., 2003) ), human BIRC2/cIAP1 domain 3 (PDB ID: 3D9U, (Kulathila et al., 2009) 
), Drosophila
Cell death protein Grim/Drosophila Apoptosis inhibitor protein-1/DIAP-1 BIR domain 1 (PDB ID: 1SE0, (Yan et al., 2004) ) and domain 2 (PDB ID: 1JD5, (Wu et al., 2001) ) and human BIRC4/XIAP domain 3 (PDB ID: 1G73, (Wu et al., 2000) ).
(B) Superposition of the structure of wild-type hSurvivin (green) with H3T3ph tail with the Baculoviral IAP repeat-containing protein 7 (blue) (PDB ID: 1OXN). Considerable difference between these two structures is the W in Survivin`s H80 position. Visible residues are 5Å around the peptide (shown in stick). Invitrogen and MCAK (Dr Linda Wordeman, University of Washington, WA) (Andrews et al., 2004) . Secondary antibodies were anti-rabbit or mouse IgG-HRP.
Immunoprecipitation and Immunoblotting
Cells were lysed in buffer containing 50 mM Tris, 0.15 M NaCl, 0.5% Triton X-100, 10 mM buffer, and subject to immunoblotting using standard procedures.
Differential scanning fluorimetry assay
The thermostability assay was carried out essentially as described (Niesen et al., 2007) .
Briefly, 10 µM recombinant human 8His-Survivin was mixed with various concentrations of peptides in 20 mM HEPES, pH 7.5 containing 150 mM NaCl and SYPRO orange dye 
